RAW SEQUENCE LISTING 
ERROR REPORT 




|BIOTECL. JLOGY 
i SYSTEMS 
BRANCH 




The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 
form: 



Application Serial Number: Q < ?/^ZS'^ t 

Source: /<g V g 

Date Processed by STIC: Q/~ 2S~Q/ 



THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION QUESTIONS, PLEASE CONTACT MARK SPENCER, 703-308-4212. 

FOR SEQUENCE RULES INTERPRETATION, PLEASE CONTACT ROBERT WAX, 703-308-4216. 
PATENTED 2.1 e-mail help: patin21helo@uspto.gov or phone 703-306-4119 (R. Wax) 
PATENTIN 3.0 e-mail help: patin30help@,uspto.gov or phone 703-306-4119 (R. Wax) 

TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CHECKER 
VERSION 3. 0 PROGRAM ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW: 



Checker Version 3.0 

The Checker Version 3.0 application is a state-of the-art Windows based software program 
employing a logical and intuitive user-interface to check whether a sequence listing is in 
compliance with format and content rules. Checker Version 3.0 works for sequence listings 
generated for the original version of 37 CFR §§1.821 - 1.825 effective October 1, 1990 (old 
rules) and the revised version (new rules) effective July 1, 1998 as well as World Intellectual 
Property Organization (WIPO) Standard ST.25. 

Checker Version 3.0 replaces the previous DOS-based version of Checker, and is Y2K- 
compliant. Checker allows public users to check sequence listings in Computer Readable form 
(CRF) before submitting them to the United States Patent and Trademark Office (USPTO). 
Use of Checker prior to filing the sequence listing is expected to result in fewer errored sequence 
listings, thus saving time and money. 



Checker Version 3.0 can be down loa ded from the USPTO website at the following aHHr^c 

http://www.uspto.gov/web/offices/pac/checker 



IpS^iMMEilting Erroi^immary 




ERROR DETECTED SUGGESTED CORRECTION 



SERIAL NUMBER: 



ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "AtPHA" HEADERS, WHICH WERE IWfceRTEtfg* PTO SOFTWARE 
Wrapped Nucleics 



The number/text at the end of each line "wrapped" down to the next line. 
This may occur If your file was retrieved in a word processor after creating it. 
Please adjust your right margin to .3. as this will prevent "wrapping"'. 

Wrapped Aminos The amino acid numberAext at the end of each line "wrapped " down to the next line. 

. This may occur If your file was retrieved in a word processor after creating It. 
Please adjust your right margin to .3, as this will prevent "wrapping". * 

Incor/ect Line Length The rules require that a line not exceed 72 characters in length. This includes spaces. 

Misaligned Amino Acid The numbering under each 5th amino acid is misaligned. This may be caused by the use of tabs 
Numbering 



Non-ASCII 



Variable Length 



Patentln ver. 2.0 "bug- 



between the numbering. It is recommended to delete any tabs and use spacing bofwe^the numbers. 

This file was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text so that it can be processed. 

A 

Sequence(s) contain n's or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 

A "bug** in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequence(s) . Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>-<223> 
sections for Artificial or Unknown sequences. 



Skipped Sequences 
(OLD RULES) 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERISTICS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 
This sequence is intentionally skipped 



Skipped Sequences 
(NEW RULES) 



Please also adjust the "(iii) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
<400> sequence id number 
000 



10 



Use of n's or Xaa's 
(NEW RULES) 



Use of n's and/or Xaa's have been detected in the Sequence Listing. 
Use of <220> to <223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 



11 Use of <213>Organism 

(NEW RULES) 



Sequence(s) m 



m are missing this mandatory field or its response. 



12 Use of <220>Feature 

(NEW RULES) 



Sequence(s) are missing the <220>Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <21 3>ORGANISM is "Artificial" or -Unknown" 
Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register," 6/01/98, Vol. 63, No. 104, pp. 29631-32) (Sec. 1.823 of new Rules) 



13 



Patentln ver. 2.0 "bug" 



Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted 

file, resulting in missing mandatory numeric identifiers and responses (as indicated on raw sequence listing). 

Instead, please use "File Manager*' or any other means to copy Tile to floppy disk. 



AKS- Biotechnology Systems Branch- 5/1 5/99 



1648 



PAGE: 1 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:06 

INPUT SET: S35457.raw 



This Raw Listing contains the General 
Information Section and those Sequences 
containing ERRORS. 



1 SEQUENCE LISTING 

3 (1) General Information: /^aS^>ov>S<t 7^> //S><2 . 

--> 5 (i) APPLICANT " 

--> 6 (ft) HAMD » Bayer Aktiengesellschaf t—' 

7 . Del^ 

8 (ii) TITLE OF INVENTION : Immunogenic Peptides of Foot -and -Mouth Disease Viruses 
9 

10 (iii) NUMBER OF SEQUENCES: 48 
11 

12 (iv) CORRESPONDENCE ADDRESS: . . QoflVpW A 

13 (A) ADDRESSEE: Bayer Corporation DOSS***?, tfe N e6 ^ 

14 (B) STREET: 100 Bayer Road rPCt©^ ^ 

15 (C) CITY: Pittsburgh CO^ e ^ I 

16 (D) STATE : Pennsylvania ^ a / &~ ' 

17 (E) ZIP CODE: 15205-9741 // 

18 (F) COUNTRY:U.S.A. ' 
19 

2 0 (v) COMPUTER -READABLE FORM: 

21 (A) MEDIUM TYPE: 3. 5" diskette, 1.44 Mb storage 

22 (B) COMPUTER: IBM PC compatible 

23 (C) OPERATING SYSTEM : PC -DOS /MS -DOS /Windows 95 

24 (D) SOFTWARE: Pa ten tin Release #1.0, Version #1.3 0 (EPO) 



(vi) CURRENT APPLICATION DATA: 

(A) r dUnifflirr APPLICATION NUMBER:09/254,966 



■-> 28 fl) gtfKRDlfq? IPPTilfllHHTOH FILING DATE : March 16, 1999 

--> 29 to) rnion application number ipoayr3P07/0400 -6 

--> 30 (P) PRIOP ft PPT.T mTTON PILING DATE : Ccpt emb e r 8, - 199 7 

C/4) /?/>/>/' C/9-rson /lu^ZzK: / eP 9*? / O * * QQ 

OS) Frcf/va p&r£ : /9?7 
ERRORED SEQUENCES FOLLOW: 




32 (2) INFORMATION FOR SEQ ID NO : 1: 
33 

34 (i) SEQUENCE CHARACTERISTICS: 

35 (A) LENGTH: 15 amino acids 

36 (B) TYPE: amino acid 

37 (C) STRANDEDNESS : single -stranded 
3 8 (D) TOPOLOGY: linear 

39 



PAGE: 2 



40 

41 
42 
43 
44 
45 
46 
47 
48 
49 
50 
51 
52 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254, 966 

/>?a/c±Cu /n Type : pe/>J/de 



DATE: 01/25/2001 
TIME: 23:33:06 




(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1: 



INPUT SET: S35457.raw 



Glu Arg Val His Val Met Arg Lys Thr Lys Leu Ala Pro Thr Val 
1 X * )A /0 




53 
54 
55 
56 
57 
58 
59 
60 
61 
62 
63 
64 
65 
66 
67 
68 
69 
70 
71 
72 
73 



(2) INFORMATION FOR SEQ ID NO : 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single - stranded 

(D) TOPOLOGY: linear . 

(ii) fPYPD or MOLDOXJLEh i paptido 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 2: 

Met Arg Lys Thr Lys Leu Ala Pro Thr Val Ala His 



f I of"** is 



r 



>5 



Gly Val Phe^ 




74 
75 
76 
77 
78 
79 
80 
81 
82 
83 
84 
85 
86 
87 
88 
89 
90 



(2) INFORMATION FOR SEQ ID NO : 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single- stranded 

(D) TOPOLOGY: linear Js J 

f i i ) TYFT f»r fTOT i g^Tt iiF T -_p r pt- i ri f 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE : YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3: 




The types of errors shown exist throu2hout the Sequence Listing. Please check 
subsequent sequences for similar errors. 



PAGE: 3 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



DATE: 01/25/2001 
TIME: 23:33:07 



INPUT SET: S35457.raw 



91 
92 
93 
94 ( 



Leu 




o Thr Val Ala His Gly Val Phe^snJ>ro Glu Phe Gly 

1 10 1! D £- rr *r ' 4 ¥ ,* & r /o 



95 
96 
97 
98 
99 
100 
101 
102 
103 
104 
105 
106 
107 
108 
109 
110 
111 
112 
113 
114 
115 



(2) INFORMATION FOR SEQ ID NO : 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single- stranded 

(D) TOPOLOGY: linear 

(ii) T?¥PE OF MOftHQULa ' .^pcptoiao 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4: 



Arjg_jCys— Al-a-~ArIaT~Asp Tyr Ala Ser Arg XeTr~Hdrs-^er Val Leu Gly 
fl^ 5 10 15 J ^ w . ^ 



116 
117 
118 
119 
120 
121 
122 
123 
124 
125 
126 
127 
128 
129 
130 
131 
132 
133 
134 
1 

13 



(2) INFORMATION FOR SEQ ID NO : 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single - stranded 

( D ) TOPOLOGY : 1 inear 

(ii) - TYPB i Off- MOLECULE i peptide 

(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 




H-y— Thr Val Gly Pro Glu Val Glu-A-ia^ Al.a_Leu Lys Leu Met 
15 10 15 




terror 



137 
138 
139 
140 



(2) INFORMATION FOR SEQ ID NO : 6: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 15 amino acids 



PAGE: 4 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



DATE: 01/25/2001 
TIME: 23:33:07 



INPUT SET: S35457.raw 

141 (B) TYPE: amino acid 

142 (C) STRANDEDNESS : single-stranded 
14 3 (D) TOPOLOGY : linear 

144 

145 (ii) -TYPB OF MOL E CUIiE . peptide 

146 

147 (iii) HYPOTHETICAL: NO 
148 

149 (iv) ANTI-SENSE: YES 
150 

151 (v) FRAGMENT TYPE: internal fragment 
152 

153 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 

154 



175 



155 ^_Glii-Lys""Arg Glu Tyr Lys Phe Val Cys Gin Thr^he Leu Lys Asp 

ISeTl 5 10 15 \ / ,r 

i57\> terror r 

158 (2) INFORMATION FOR SEQ ID NO: 7: 
159 

160 (i) SEQUENCE CHARACTERISTICS: 

161 (A) LENGTH: 15 amino acids 

162 (B) TYPE: amino acid 

163 (C) STRANDEDNESS: single-stranded 

164 (D) TOPOLOGY: linear 
165 

166 (ii) T YPE O F MOLECULE: peptide 

167 

168 (iii) HYPOTHETICAL: NO 
169 

170 (iv) ANTI-SENSE: YES 
171 

172 (v) FRAGMENT TYPE: internal fragment 
173 

174 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7: 



176 / ^SlaGln Met His Ser Asn Asn Gly Pro Gin lie GlySex Ala Val 



178 




17A 15 10 15 y yL/. 



terror 



179 


(2) 


INFORMATION FOR SEQ ID NO: 8: 


180 






181 


(i) 


SEQUENCE CHARACTERISTICS: 


182 


(A) 


LENGTH: 15 amino acids 


183 


(B) 


TYPE: amino acid 


184 


(C) 


STRANDEDNESS : single-stranded 


185 


(D) 


TOPOLOGY: linear 


186 






187 


fii)TYrr or MnT.ncTTT.r - prpritir 


188 






189 


(iii) HYPOTHETICAL: NO 


190 






191 


(iv) 


ANTI- SENSE: YES 
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RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254, 966 



DATE: 01/25/2001 
TIME: 23:33:07 



INPUT SET: S35457.raw 



192 
193 
194 
195 
196 
197 
198 
199 



(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8: 




T5er~~ Ala Val Gly Cys Asn Pro Asp^Va 
5 10 



Trp Gin Arg 



200 
201 
202 
203 
204 
205 
206 
207 
208 
209 
210 
211 
212 
213 
214 
215 
216 
217 
218 
219 
220 



(2) INFORMATION FOR SEQ ID NO : 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single-stranded 

(D) TOPOLOGY: linear 

(ii) TYPE OF MOLECULE i peptide 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 9: 



fal Trp Asp Val Asp Tyr Ser Ala Phe Asp 
il 5 10 



Asn His Cys Ser 
15- 




- - > 



221 
222 
223 
224 
225 
226 
227 
228 
229 
230 
231 
232 
233 
234 
235 
236 
237 
238 
239 
24 
243> 



(2) INFORMATION FOR SEQ ID NO : 10: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single - stranded 

(D) TOPOLOGY: linear 

(ii) TYrD OF MOLECULE i p o pt i do - 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 



I 



jy_u— Asn Lys Arg lie Thr Val Gly Gry~~Gi~y-Me.t Pro Ser Gly Cys 
15 10 "is"" 





242 (2) INFORMATION FOR SEQ ID NO: 11: 
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243 
244 
245 
246 
247 
248 
249 
250 
251 
252 
253 
254 
255 
256 
257 
258 
259 
260 
261 
262 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single- stranded 

(D) TOPOLOGY: linear 

m mrr of MOTiTrrnTiF * rnpti-H~ 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 



DATE: 01/25/2001 
TIME: 23:33:08 



INPUT SET: S35457.raw 



^-Hirs-"Phe Lys Ser Leu Gly Gin Thr lie Thr—Pro-Ala^Asp Lys Ser 
(l 5 10 15 




263 
264 
265 
266 
267 
268 
269 
270 
271 
272 
273 
274 
275 
276 
277 
278 
279 
280 
28] 
28: 
283 



(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single- stranded 

(D) TOPOLOGY: linear 

(ii) -TYPE OP MOLECULE . popfai.dc 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi ) SEQUENCE_DESCRI-P-T-ION-:—SEQ_ID_NO : 12 : 

Leu Lys Ala Arg Asp lie Asn Asp lie Phe Ala Ile\Leu Lys Asn 
15 10 15, 



284 
285 
286 
287 
288 
289 
290 
291 
292 
293 



(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single- stranded 

(D) TOPOLOGY: linear 

(ii ) TYPE OF MOLF P T TTiF T p ft pt-jrl fB 



PAGE: 7 RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



DATE: 01/25/2001 
TIME: 23:33:08 



al Pro Gly lie 




294 
295 
296 
297 
298 
299 
300 
301 
3 02 
3 

3tf 

305 
306 
307 
308 
309 
310 
311 
312 
313 
314 
315 
316 
317 
318 
319 
320 
321 
322 
32 
32 
325 



INPUT SET: S35457.raw 



(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: YES 

(v) FRAGMENT TYPE : internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13; 



(2) INFORMATION FOR SEQ ID NO: 14: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single- stranded 

(D) TOPOLOGY: linear 

^iJ4- TYrE Or M O L E CULE . p e pLid e 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 



Thr Met Thr Asp Leu Val Pro Gly lie Lei 
5 10 15 



Lu Lys Gin Arg 



326 


(2) 


INFORMATION FOR SEQ ID NO: 15: 


327 






328 


(i) 


SEQUENCE CHARACTERISTICS: 


329 


(A) 


LENGTH: 15 amino acids 


330 


(B) 


TYPE: amino acid 


331 


(C) 


STRANDEDNESS : single -stranded 


332 


(D) 


TOPOLOGY: linear 


333 






334 


(ii)T¥rE OF MOLDOULD . peptide' 


335 






336 


(iii) HYPOTHETICAL: NO 


337 






338 


(iv) 


ANTI -SENSE: YES 


339 






340 


(v) 


FRAGMENT TYPE: internal fragment 


341 






342 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 15: 


343 






344 


Thr 


Gly Phe lie Pro Pro Met Ala Ser Leu Glu Asp Lys Gly Lys 
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RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



DATE: 01/25/2001 
TIME: 23:33:08 



INPUT SET: S35457.raw 



34g. T 5 10 

3« 



3 



347 (2) INFORMATION FOR SEQ ID NO: 16: 
348 

349 (i) SEQUENCE CHARACTERISTICS: 
3 50 (A) LENGTH: 15 amino acids 
3 51 (B) TYPE: amino acid 

352 (C) STRANDEDNESS : single-stranded 

353 (D) TOPOLOGY: linear 
354 

--> 355 (ii) PYrE OF - MOLECULE : pcp t 4 4e° 
356 

357 (iii) HYPOTHETICAL: NO 
358 

359 (iv) ANTI-SENSE: YES 
360 

361 (v) FRAGMENT TYPE: internal fragment 
362 

3 63 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16: 




364 

365 E£o^AsrT~TEr~ Ser Gly Leu Glu Thr~Arg^^-i-4^aiGln Ala Glu Arg 
366^1 5 10 15 s 

367 




368 (2) INFORMATION FOR SEQ ID NO : 17: 
369 

370 (i) SEQUENCE CHARACTERISTICS: 

371 (A) LENGTH: 15 amino acids 

372 (B) TYPE: amino acid 

373 (C) STRANDEDNESS: single-stranded 
3 74 (D) TOPOLOGY: linear 

375 . 

376 (ii) TYrE OF MOLECULE i pepti d e 

377 

3 78 (iii) HYPOTHETICAL: NO 
379 

380 (iv) ANTI-SENSE: YES 
381 

382 (v) FRAGMENT TYPE: internal fragment 
383 

384 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17: 
385 



386 >^Iu Leu Tyr Gin Leu Thr Leu Phe Pro HisGte^he lie Asn Pro 

387 ( 1 5 10 15 
388 




38 9 (2) INFORMATION FOR SEQ ID NO : 18: 
390 

3 91 (i) SEQUENCE CHARACTERISTICS: 

3 92 (A) LENGTH: 15 amino acids 

393 (B) TYPE: amino acid 

394 (C) STRANDEDNESS: single-stranded 
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■ -> 



395 
396 
397 
398 
399 
400 
401 
402 
403 
404 
405 
406 
407 
40 
40(9 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



(D) TOPOLOGY: linear 

(ii) TYPB OF -MOLECULE t pepfeixie 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18: 



DATE: 01/25/2001 
TIME: 23:33:09 



INPUT SET: S35457.raw 




:e1T~Val Val Ala Pro Leu Thr Val Asri^Thr^Glu Gly Ala Pro 
5 10 15 




410 
411 
412 
413 
414 
415 
416 
417 
418 
419 
420 
421 
422 
423 
424 
425 
426 
427 
428 
429 
430 
431 



(2) INFORMATION FOR SEQ ID NO: 19: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single - stranded 

(D) TOPOLOGY : linear 

(ii) TYPK OF MOT.KrTTL£j_pfifitdde 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 19: 



Leii-A-ia Gly Leu Ala Gin Tyr Tyr Thr Gin Tyr Ser^ly Thr lie 
5 10 15 



432 


(2) 


INFORMATION FOR SEQ ID NO : 20 


433 






434 


(i) 


SEQUENCE CHARACTERISTICS: 


435 


(A) 


LENGTH: 15 amino acids 


436 


(B) 


TYPE: amino acid 


437 


(C) 


STRANDEDNESS : single -stranded 


438 


(D) 


TOPOLOGY: linear 


439 






440 


MM TTFF TTT NOTinHTLTT -pepfakie 


441 






442 


(iii) HYPOTHETICAL: NO 


443 






444 


(iv) 


ANTI -SENSE: YES 


445 
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446 
447 
448 
449 
450 
451 
45 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 20: 



DATE: 01/25/2001 
TIME: 23:33:09 



INPUT SET: S35457.raw 




LT-"AsrT"Val Gin Gly Trp Val~Cys^Leu^Rhe Gin He Thr 
5 " 10 15 




- - > 



453 
454 
455 
456 
457 
458 
459 
460 
461 
462 
463 
464 
465 
466 
467 
468 
469 
470 
471 
472 
473 



(2) INFORMATION FOR SEQ ID NO : 21: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single- stranded 

(D) TOPOLOGY: linear 

(ii ) TYPE OF MOLECULE i poptido 

(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEOUENCEJ3 ESCRIPTION: SEO^ IDJgO: 21 : 

Gin Gly Trp Val Cys Leu Phe Gin lie Thr His GlyN^ys Ala Asp 
15 10 15 



474 
475 
476 
477 
478 
479 
480 
481 
482 
483 
484 
485 
486 
487 
488 
489 
490 
491 
492 
493 
494 
495 




(2) INFORMATION FOR SEQ ID NO: 22: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single-stranded 

(D) TOPOLOGY: linear 

(ii) fTYPE Or MOLECULE: peptide 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22: 

-r— Asn— Arg— Asn— Ai-a— Va"l~*Pro L Asn~ITeu^xg— Gly^Asp Leu Gin Val 
15 10 15 



496 (2) INFORMATION FOR SEQ ID NO: 23: 



PAGE: 1 1 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:10 

INPUT SET: S35457.raw 

497 

498 (i) SEQUENCE CHARACTERISTICS: 

499 (A) LENGTH: 15 amino acids 

500 (B) TYPE: amino acid 

501 (C) STRANDEDNESS : single-stranded 

502 (D) TOPOLOGY: linear 
503 

--> 504 (ii) fPYrB OF MOLECULE s poptido 

505 

506 (iii) HYPOTHETICAL: NO 
507 

508 (iv) ANTI-SENSE: YES 
509 

510 (v) FRAGMENT TYPE: internal fragment 
511 

512 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 23: 
513 

514 GluTle__Lys-- A±a"~L~eu Pne Leu Ser Arg~Thir-^hrGly Lys Met Glu 

515 " 5 10 3^ 
516 




517 (2) INFORMATION FOR SEQ ID NO: 24: 
518 

519 (i) SEQUENCE CHARACTERISTICS: 

520 (A) LENGTH: 15 amino acids 

521 (B) TYPE: amino acid 

522 (C) STRANDEDNESS: single -stranded 

523 (D) TOPOLOGY: linear 
524 

525 (ii)TYPK OF MOT.FrTTT.K v-papt i de 

526 

527 (iii) HYPOTHETICAL: NO 
528 

529 (iv) ANTI-SENSE: YES 
530 

531 (v) FRAGMENT TYPE: internal fragment 
532 

533 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24; 



534 





535 ^-eys~~Trp Leu Asn Ala lie Leu Gin Leu Phe Arg Tyr^ Val Glu Glu 

536/ 15 10 15 

537 

53 8 (2) INFORMATION FOR SEQ ID NO : 25: 
539 

54 0 (i) SEQUENCE CHARACTERISTICS: 

541 (A) LENGTH: 15 amino acids 

542 (B) TYPE: amino acid 

543 (C) STRANDEDNESS: single-stranded 

544 (D) TOPOLOGY: linear 
545 

--> 546 (ii)T YFE OF MOLECULE . pe ptide 

547 



PAGE: 12 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:10 

INPUT SET: S35457.raw 

548 (iii) HYPOTHETICAL: NO 
549 

550 (iv) ANTI-SENSE: YES 
551 

552 (v) FRAGMENT TYPE: internal fragment 
553 

554 <xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25: 




555 

556^--Arg— Tyr~Vai Glu Glu Pro Phe Phe Asp Trp ^a^-O^r Ser Ser Pro 
557/ 1 5 10 15 

55 
559 




560 (2) INFORMATION FOR SEQ ID NO : 26: 
561 

562 (i) SEQUENCE CHARACTERISTICS: 

563 (A) LENGTH: 15 amino acids 

564 (B) TYPE: amino acid 

565 (C) STRANDEDNESS : single-stranded 

566 (D) TOPOLOGY: linear 
567 

568 (ii) TYPE OF MOLECULE: peptide 

569 

570 (iii) HYPOTHETICAL: NO 
571 

572 (iv) ANTI-SENSE: YES 
573 

574 (v) FRAGMENT TYPE: internal fragment 
575 

576 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 26: 
577 



578 ^Giu~"Ala lie Lys Gin Leu Glu Asp Leu Thr Gly—Leu^Glu Leu His 
579/ 1 5 10 15 

58 





581 (2) INFORMATION FOR SEQ ID NO : 27: 
582 

583 (i) SEQUENCE CHARACTERISTICS: 

584 (A) LENGTH: 15 amino acids 

585 (B) TYPE: amino acid 

586 (C) STRANDEDNESS: single- stranded 

587 (D) TOPOLOGY: linear 
588 

589 (ii) TYPB OF MOLECULE 8 peptide 

590 

591 (iii) HYPOTHETICAL: NO 
592 

593 (iv) ANTI-SENSE: YES 
594 

595 (v) FRAGMENT TYPE: internal fragment 
596 

597 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 
598 



PAGE: 13 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:10 



INPUT SET: S35457.raw 



599 Asn— I-l-e-Eys~"H'is Leu Leu His Thr Gly lie Gly^Iiir Ala Ser Arg 

600^ 15 10 15 ;> 

601 

602 (2) INFORMATION FOR SEQ ID NO: 28: 
603 

604 (i) SEQUENCE CHARACTERISTICS: 

605 (A) LENGTH: 15 amino acids 

606 (B) TYPE: amino acid 

607 (C) STRANDEDNESS : single -stranded 

608 (D) TOPOLOGY: linear 
609 

--> 610 (ii} TYPD OF MOLECULE i poptidcr 

611 

612 (iii) HYPOTHETICAL: NO 
613 

614 (iv) ANTI- SENSE: YES 
615 

616 (v) FRAGMENT TYPE: internal fragment 
617 

618 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 28: 

619 

620 Ala^Il-e— Asp— AspHSIu Asp Phe Tyr Pro Trp Th~r^Pz^> Asp Pro Ser 
621^-^T" 5 10 15 J 

622^ ^ . ■ ~ " 

623 

624 (2) INFORMATION FOR SEQ ID NO: 29: 
625 

626 (i) SEQUENCE CHARACTERISTICS: 

627 (A) LENGTH: 15 amino acids 

628 (B) TYPE: amino acid 

629 (C) STRANDEDNESS: single - stranded 

630 (D) TOPOLOGY : linear 
631 

--> 632 (ii> TYrE OF MOlBCTTT . ff - pftpH rip 

633 

634 (iii) HYPOTHETICAL: NO 
635 

636 (iv) ANTI-SENSE: YES 
637 

638 (v) FRAGMENT TYPE: internal fragment 
639 

640 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 29: 

641 

642 ^ lka=— P-ro-AspTro Ser Asp Val Leu Val Phe VaT~Prc^ Tyr Asp Gin 

643 (l 5 10 15 



644 





645 (2) INFORMATION FOR SEQ ID NO: 30: 
646 

647 (i) SEQUENCE CHARACTERISTICS: 

--> 648 (A) LENGTH: 15 amino acids 



PAGE: 14 



--> 



649 
650 
651 
652 
653 
654 
655 
656 
657 
658 
659 
660 
661 
662 
663 
664 
665 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



(B) TYPE: amino acid 

(C) STRANDEDNESS : single- stranded 

(D) TOPOLOGY : linear 

(ii) TYPE OP MOLECPLTi! ■ pppHrlf* 

(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30 



DATE: 01/25/2001 
TIME: 23:33:11 



INPUT SET: S35457.raw 




Thr Asp Leu Gin Lys 



Val Met Gly Asn/fhr Lys Pro Va.1 Glu 



666 

667 
668 
669 
670 
671 
672 
673 
674 
675 
676 
677 
678 
679 
680 
681 
682 
683 
684 
685 
686 
687 



(2) INFORMATION FOR SEQ ID NO : 31: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single - stranded 

(D) TOPOLOGY: linear 

(ii) gYPE OF MOLECULE. pep L id a- 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENC E DESCRIPTION: S EQ ID NO : 31: 

>tflet Leu Ser Asp Ala Ala Leu Met Val Leu His 
15 10 



Gly Asn Arg 



15 



- - > 



688 
689 
690 
691 
692 
693 
694 
695 
696 
697 
698 
699 



(2) INFORMATION FOR SEQ ID NO: 32: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single- stranded 

(D) TOPOLOGY: linear 

(ii) TYrE OF MOEECULE . poptido 

(iii) HYPOTHETICAL: NO 



PAGE: 15 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:11 

INPUT SET: S35457.raw 

700 <iv) ANTI-SENSE: YES 
701 

702 (v) FRAGMENT TYPE: internal fragment 
703 

704 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32: 



705 

706 ^^_Leu— Leu~bys MefLys Ala His lie Asp pro~~Girti^Er^o His His Glu 
707^ 15 10 15 

708^ 




709 (2) INFORMATION FOR SEQ ID NO : 33: 
710 

711 (i) SEQUENCE CHARACTERISTICS: 

712 (A) LENGTH: 15 amino acids 

713 (B) TYPE: amino acid 

714 (C) STRANDEDNESS : single- stranded 

715 (D) TOPOLOGY: linear 
716 

717 (ii) TYPE OF MOLECULE . papUida 

718 

719 (iii) HYPOTHETICAL: NO 
720 

721 (iv) ANTI -SENSE: YES 
722 

723 (v) FRAGMENT TYPE: internal fragment 
724 

725 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 33: 

726 



729 



727^^Pro~~~Fhe Phe Phe Ser Asp Val Arg Ser Asn Phe Seiv.Lys Leu Val 
728f 1 5 10 15 ) 




730 (2) INFORMATION FOR SEQ ID NO: 34: 
731 

732 (i) SEQUENCE CHARACTERISTICS: 

733 (A) LENGTH: 14 amino acids 

734 (B) TYPE: amino acid 

73 5 (C) STRANDEDNESS: single - stranded 

73 6 (D) TOPOLOGY: linear 

737 

738 (ii) gYrE Or MOLSCULC . pep tide 
739 

740 (iii) HYPOTHETICAL: NO 
741 

742 (iv) ANTI -SENSE: YES 
743 

744 (v) FRAGMENT TYPE: internal fragment 
745 

746 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 34: 



747 



748 ^Ala^Prc^Val Leu Leu Ala Gly Leu Va^Lys Val Ala Ser Ser 
749/1 5 10 

750 



PAGE: 16 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:11 



INPUT SET: S35457.raw 



751 



752 (2) INFORMATION FOR SEQ ID NO : 35: 
753 

754 (i) SEQUENCE CHARACTERISTICS: 

755 (A) LENGTH: 14 amino acids 

756 (B) TYPE: amino acid 

757 (C) STRANDEDNESS : single -stranded 

758 (D) TOPOLOGY: linear 
759 

760 (ii)TYPE Or MOT.IiTTTT.ffi - pppfirip 

761 

762 (iii) HYPOTHETICAL: NO 
763 

764 (iv) ANTI-SENSE: YES 
765 

766 (v) FRAGMENT TYPE: internal fragment 
767 

768 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35: 



769 




77*0 Ala Gly Leu Val Lys Val Ala SersS^r Phe Phe Arg Ser Thr 
7*1 15 10 



772 



773 (2) INFORMATION FOR SEQ ID NO : 36: 
774 

775 (i) SEQUENCE CHARACTERISTICS: 

776 (A) LENGTH: 14 amino acids 

777 (B) TYPE: amino acid 

778 (C) STRANDEDNESS: single -stranded 

779 (D) TOPOLOGY: linear 
780 

781 (ii) T-yrE O F MOLECULE i ^pepfe44e 

782 

783 (iii) HYPOTHETICAL: NO 
784 

785 (iv) ANTI-SENSE: YES 
786 

787 (v) FRAGMENT TYPE: internal fragment 
788 

789 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 36; 
790 

7 91 J^srr~Aia Ser Ser Phe Phe Arg^§e^r<rhr Pro Glu Asp Leu Glu 



792 
793 




794 (2) INFORMATION FOR SEQ ID NO : 37: 
795 

796 (i) SEQUENCE CHARACTERISTICS: 

797 (A) LENGTH: 14 amino acids 

798 (B) TYPE: amino acid 

799 (C) STRANDEDNESS: single-stranded 

800 (D) TOPOLOGY: linear 



PAGE: 17 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



DATE: 01/25/2001 
TIME: 23:33:12 



INPUT SET: S35457.raw 

801 

802 (ii) -TYPD OF MOLE UU Lit i jJUjJ L rjL 

803 

8 04 (iii) HYPOTHETICAL: NO 
805 

806 (iv) ANTI-SENSE: YES 
807 

808 (v) FRAGMENT TYPE: internal fragment 
809 

810 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 37: 
811 

812 Phe^-he-^-rg— Ser~-Thr^ Glu Arg Ala Glu Lys 

813/^1 5 10 

814 V 

815 




816 (2) INFORMATION FOR SEQ ID NO : 38: 
817 

818 (i) SEQUENCE CHARACTERISTICS: 

819 (A) LENGTH: 14 amino acids 

820 (B) TYPE: amino acid 

821 (C) STRANDEDNESS : single -stranded 

822 (D) TOPOLOGY: linear 
823 

--> 824 (ii ) TYP E OF MOLECULE i peptide 

825 

826 (iii) HYPOTHETICAL: NO 
827 

828 (iv) ANTI-SENSE: YES 
829 

830 (v) FRAGMENT TYPE: internal fragment 
831 

832 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 38: 



833 

834^Tle Ser lie Pro Ser Gin Lys Ser^Va.1 Leu Tyr Phe Leu lie 

835( 15 10 
836 




837 


(2) 


INFORMATION FOR SEQ ID NO : 39: 


838 






839 


(i) 


SEQUENCE CHARACTERISTICS: 


840 


(A) 


LENGTH: 14 amino acids 


841 


(B) 


TYPE: amino acid 


842 


(C) 


STRANDEDNESS : single-stranded 


843 


(D) 


TOPOLOGY: linear 


844 






845 


(ii)TYPB OF MOLECULE i poptido 


846 






847 


(iii) HYPOTHETICAL: NO 


848 






849 


(iv) 


ANTI- SENSE: YES 


850 






851 


(v) 


FRAGMENT TYPE: internal fragment 



PAGE: 18 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254, 966 



DATE: 01/25/2001 
TIME: 23:33:12 



852 
853 
854 
855 
856 
857 



INPUT SET: S35457.raw 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 39: 

g Gin Lys Met Val Asp A§p^la Val Asn Glu Tyr lie 
5 10 





858 
859 
860 
861 
862 
863 
864 
865 
866 
867 
868 
869 
870 
871 
872 
873 
874 
875 
876, 
87 
87 
879 



(2) INFORMATION FOR SEQ ID NO : 40: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single- stranded 

(D) TOPOLOGY: linear 

(ii) - TYPE OF MOLEGULB t peptid e- 

(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SE QUENCE DESCR IPTION: SEQ ID NO: 40: 

"Asn Glu Tyr lie Glu Lys Ala Asn^Le Thr Thr Asp Asp Lys 
1 5 10 





880 
881 
882 
883 
884 
885 
886 
887 
888 
889 
890 
891 
892 
893 
894 
895 
896 
897 
898 
899 
900 



(2) INFORMATION FOR SEQ ID NO : 41: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single-stranded 

(D) TOPOLOGY: linear 

(ii) TYPO Or MOLECULE, pep t ide 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUE NCE DESCRIPTI ON: SEQ ID NO : 41: 

Asp Asp Lys Thr Leu^A^p^Glu^tia Glu Lys Ser Pro Leu 




901 (2) INFORMATION FOR SEQ ID NO: 42: 



PAGE: 19 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:12 

INPUT SET: S35457.raw 

902 

903 (i) SEQUENCE CHARACTERISTICS: 

904 (A) LENGTH: 14 amino acids 

905 (B) TYPE: amino acid 

906 (C) STRANDEDNESS : single-stranded 

907 (D) TOPOLOGY: linear 
908 

-> 909 (ii ) TYP E OF MOLECULE i pe p tide 

910 

911 (iii) HYPOTHETICAL: NO 
912 

913 (iv) ANTI- SENSE: YES 
914 

915 (v) FRAGMENT TYPE: internal fragment 
916 

917 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 42: 



918 

919 JTfir Val Gly Phe Arg Glu Arg flir^Leu Pro Gly Gin Lys Ala 

920 ( 1 5 10 
921 




922 (2) INFORMATION FOR SEQ ID NO: 43: 
923 

924 (i) SEQUENCE CHARACTERISTICS: 

925 (A) LENGTH: 14 amino acids 

926 (B) TYPE: amino acid 

927 (C) STRANDEDNESS: single-stranded 

928 (D) TOPOLOGY: linear 
929 

930 (ii )« TYPE OF MOLECULE, peptide 

931 

932 (iii) HYPOTHETICAL: NO 
933 

934 (iv) ANTI-SENSE: YES 
935 

93 6 (v) FRAGMENT TYPE: internal fragment 
937 

93 8 (xiJ__SEQIIENCEJE^CmPTION: SEQ ID NO: 43: 
939 

9AQ( Asp Asp Val Asn Ser Glu Pro Ala>^ln Pro Val Glu Glu Gin 
941, 15 10 



942 
943 



944 


(2) 


INFORMATION FOR SEQ ID NO: 44 


945 






946 


(i) 


SEQUENCE CHARACTERISTICS: 


947 


(A) 


LENGTH: 14 amino acids 


948 


(B) 


TYPE: amino acid 


949 


(C) 


STRANDEDNESS : single -stranded 


950 


(D) 


TOPOLOGY: linear 


951 






952 


(ii) TYPE -OF MOLECULE i pop tide 



PAGE: 20 



953 
954 
955 
956 
957 
958 
959 
960 
961 
962 
963 
964 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254, 966 



DATE: 01/25/2001 
TIME: 23:33:13 



INPUT SET: S35457.raw 



(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44; 

Thr Gly Ser lie lie Asn Asn^r-vTyr Met Gin Gin Tyr 
15 10 





965 
966 
967 
968 
969 
970 
971 
972 
973 
974 
975 
976 
977 
978 
979 
980 
981 
982 
9 

9(34 
98 



(2) INFORMATION FOR SEQ ID NO: 45: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single - stranded 

(D) TOPOLOGY: linear 



(ii)«PS=SS= 



(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENC E DESCRIPTI ON: SEQ ID NO: 45: 

Gly Pro Tyr Ala Gly Pro Leu Glu Arg Gin Lys Pro Leu Lys 
15 10 





■-> 



986 
987 
988 
989 
990 
991 
992 
993 
994 
995 
996 
997 
998 
999 
1000 
1001 
1002 
1003 



(2) INFORMATION FOR SEQ ID NO: 46: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single - stranded 

(D) TOPOLOGY: linear 

(ii) - 3?3EPfl Or MOLECUT i D. pe i p ti ri e 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 46: 





PAGE: 21 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



DATE: 01/25/2001 
TIME: 23:33:13 




INPUT SET: S35457.raw 



x \j \j o 


(2) 


INFORMATION FOR SEQ ID NO : 47: 


1009 






i ni n 


(i) 


SEQUENCE CHARACTERISTICS: 


1011 


(A) 


LENGTH: 14 amino acids 


1012 


(B) 


TYPE: amino acid 


1013 


(C) 


STRANDEDNESS : single -stranded 


1014 


(D) 


TOPOLOGY: linear 


1015 






1016 


( i i )- TY T B <5V JWJLKC U MS i peptide 


1017 






1018 


(iii) HYPOTHETICAL: NO 


1019 






1020 


(iv) 


ANTI -SENSE: YES 


1021 






1022 


(v) 


FRAGMENT TYPE : internal fragment 


1023 






1024 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 47 


1025 







l02-6""~Gly Pro Tyr Ala Gly Pro Met Glu Arg Gin Lys Pro Leu Lys 



1029 


(2) 


INFORMATION FOR SEQ ID NO : 48: 


1030 






1031 


(i) 


SEQUENCE CHARACTERISTICS: 


1032 


(A) 


LENGTH: 14 amino acids 


1033 


(B) 


TYPE: amino acid 


1034 


(C) 


STRANDEDNESS : single-stranded 


1035 


(D) 


TOPOLOGY: linear 


1036 






1037 


(ii)TYPg-OK MOLECULE* pULJliJu 


1038 






1039 


(iii) HYPOTHETICAL: NO 


1040 






1041 


(iv) 


ANTI -SENSE: YES 


1042 






1043 


(v) 


FRAGMENT TYPE: internal fragment 


1044 






1045 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 48 




1 



y 



1050 



1046 
1047. 
10<(8 
104V 




S Ala 




PAGE: 1 SEQUENCE VERIFICATION REPORT DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:13 

INPUT SET: S35457.raw 



Line 


Error 


Original Text 


5 


Mandatory Value Not Present 


(i) APPLICANT* 


6 


Unknown or M isnl aceH Identifier 


(A) NAME* Baver Aktienffesellschaft 


27 


Unknown or Misnlaeed Identifier 

VlLIulV/VTll KJ 1 ITl 10L/1UL>^/U IViwl 1L111WI 


(A) CURRENT APPLICATION NUMBER 09/254 966 


28 


Unknown or Misnlaced Identifier 

Vw* 1 Llvl IV/ V> 1 1 Vsl 1TI IJUlUvtU llllllV'l 


(B) CURRENT APPLICATION FILING DATE' March 16 


29 


Unknown or Misnlaeed Identifier 


(C) PRIOR APPLICATION NUMBER* PCT/EP97/04866 

IV / X IVI V 1\ 1 \. X X LJlvil X l\w^.l ^ 1 i \J ITllvlWlX * X **w X / X^X ^ 9 f \J~ \J V/v 


30 


Unknown or A/Ti*inlflf*eH Identifier 


CD> PRIOR APPLICATION FILING DATE Sentember 8 1 


40 


T Ititnnwn or A/Ticn1nr*pH Identifier 

\J liAAlKJ W 11 VJi 1V1 lo L/l aLtU XUWllllllC'l 


(\\ iTYPE OF MOLECULE* nentide 


61 


Unknown or 1\4 iQnlflppH Tdentifipr 

UllAilvWll KJl IVI ioL/lCLvvVvU XU-VvlillllVvi 


(u iTYPE OF MOLECULE* nentide 

\11 1 1 X X M-^t Vw/ 1 1Y1 V/ L/L/ V V LjIj • L/vL/llU^f 




Unknown or IMi^nlflppd Tdpntifipr 

1 iAJ. LKJ W 1 1 VJ1 IVI LoL/lClVv'VvvX IvJ-Vllllllt'l 


fii iTYPE OF MOLECULE* nentide 

111 / 1 X X J_4 Vw/ 1 lvl * ,ljl '*- ltljlj - L/\v t Ivl 


103 

1 V/«W» 


Unknown or A/f ivir* la r»f*H Tdpntifipr 

KJ 1 llvl LKJ W 1 1 Ul ITl lOLSlavvVvU XUVllLlllVl 


fii iTYPE OF MOLECULE- nentide 

Vll/ X X X J-w/ Vw/ L ITl v/LfljVv V 1>i1j • L/^L/llUV' 


124 


Unknown or IMi^nlnppd Tdpntifipr 

KJ I Lr^l IKJ W 1 1 Ul 1V1 loL>lul^v^v-L XUGIlllllt/1 


fii^TYPE OF MOLECULE* nentide 

V 11 / X X X J-~/ Vw/ 1 ITl V/LjIjV^ \J IjIji UVL/llUv 


14*S 


Unknown or lWicnliippH Tdpntifipr 

WllAJlUWll Ul lVil3L > >laV,C'vX IvJClllllld 


fiiiTYPF OF MOLECULE- nentide 

^liy l X 1 i_/ \w/l IV! \w/l_/l— (Vw^ 1-vlw/ . L/VL/llvXvv 


1 uu 


Unknown or A4iQn1ar*pH Tdpntifipr 

vJ ILifcXllJVVll Ul 1Y1 loUluWvvU XvXvvllllllVvl 


fii'lTYPE OF MOLECULE- nentide 


187 

XO / 


Unknown or A/ficnluppH Tdpntifipr 

KJ 1 Lp%A LKJ W I 1 KJ I 1V1 loL/l&VvVvVX XUvvllllllVvl 


HiiTYPE OF MOLECULE- nentide 

^ 1 iy X X X 1— # Vw/ 1 1V1 V/ LiLiV U LiIj ■ Lf&L/llLlVv 


208 


Unknown or A/f i en In ppH Tdpntifipr 

KJ 1 Uvl IU W 1 1 KJl IV! IOL7 IdW^VX XU-CllLllld 


fiiiTYPE OF MOLECULE- nentide 

1 11/ 1 X X 1— J Vw/ 1 #1 ■* - 1 JI J - L/VvL/llUv«' 


229 


Unknown or A/fiQ , nlnppH Tdpntifipr 

1 LrVl LKJ W 1 1 \JL ITl ISL/ldL'VU XVlvVllLllivvl 


Hi YTYPE OF MOLECULE* nentide 

\ 11 f 1 X X 1— J Vw/ 1 ITl V/1>«LjV W 1— fXj • L/VvL/tlUVv 


2^0 


Unknown or IMicnlappd Tdpntifipr 

1 iAJ 1VJ W 1 1 Ul IVI IdL/lavvVvU XUWllLlllWl 


Cii iTYPE OF MOLECULE* nentide 

\^ll J X X 1 1-v Vw/1 1V1 Vw/ X^/1_/Vw VJ 1-vlw/ . L/VvL/llUW 


21} 


Unknown or WA iQril aped Identifier 

VJ 1DNX1U Wil Ul IVilaLJl av^VvlL XUdlllllV^l 


Cii^TYPE OF MOLECULE* nentide 

V^li^/X X ilj V_/l !▼ 1 \J> l_vl_> Vw^ V_J Iwvlw/ . LF&LFlluVv 


2Q2 


Unknown or Mi^nlnped Identifier 

IJ 1LRJ1U W 11 Ul IVI loUlavvVvvX 1UC11L111C>1 


Tii^TYPE OF MOLECULE* nentide 

\^ll J X X 1 Iwj V_/ 1 IVI V„/ l_vl_/ V_- Vw' l_vlw> . LfVvL/llUb 


313 


Unknown or Misnlaeed Identifier 

UllfUlUWll Ul IVI loUltlvvVvvX Xvivvllllllvvl 


Hi iTYPE OF MOLECULE* nentide 

yllj X X 1 I-/ V_/l ITl V_/ l_/L(Vw^ Vw' 1-/J_> . L/V^lw' 1 1UL 


334 


Unknown or Misnlaeed Identifier 

UlliVilVJVVll Ul 1Y1 loLSluAw-VvVX XUC-llLllH/l 


fiiiTYPE OF MOLECULE* nentide 

^ 1 1^ X X 1 y~J Vw/l IVI V_/ I_/lw/Vw^ X^l»< > LfVvLfllUV^ 


j ^ j 


Unknown or 1V4 isnlaeeH Identifier 

U11M1UWU Ul IVI loUl<U--tVj XUv^llllllt'l 


CiiiTYPE OF MOLECULE* nentide 

^•11/ 1 X X X-i Vw/ 1 1Y1 V-/ !->!_/ V.^ W \ il 4 , yJKs^) I IVlV^ 


376 


Unknown or IMisnlaeed Identifier 

UliMlUVrll Ul ITl loUlalsV^U XvJL/llLlllVl 


TiiiTYPE OF MOLECULE* nentide 

ylly X 1 1 1— v Vw/ 1 1T1V/I-<L<V> Vw> 1 yl.j . L/VvL/l-lVlVv 


397 


Unknown or Misnlaeed Identifier 

1 1JV1 Iv TT 1 1 Ul ITl 1 jpldV^/U XUvIlllllUl 


(nVTYPE OF MOLECULE* nentide 

\ 11/ 1 X X M-^i V^X 1T1\/Lj1jW iJlJi L/vL/ llUv 


418 


Unknown or Misnlaeed Identifier 


fii)TYPE OF MOLECULE* nentide 


440 


Unknown or MisnlflceH Identifier 

uiuviiuwii ui ivi ljuiau^u xui/iiuiiv^i 


fiiiTYPE OF MOLECULE* nentide 

^11^1 X 1 IwS Vw/ 1 lrlv/LilJVvvL/u^ L/\vL/ LlvlVv 


461 


Unknown or Misnlaeed Identifier 

U11M1UW11 Ul 1t1 lOL/luLUU XUvvllllll&l 


TiiiTYPE OF MOLECULE* nentide 

111 IX X X 1_# Vw/1 ITl V/ Jwilj V/ v/ IjIj ■ L/VvL/LlUls 


482 


Unknown or IWisnlaeed Identifier 

KJ IIIVIIU W 11 Ul ITL loL/lCLL^VJ XUVvllllliWl 


('ii iTYPE OF MOLECULE* nentide 

111 / 1 X I IwV Vw/ 1 ITl V L/Li V U L(l>< • LSVvL/VlUVv 


504 


Unknown or Misnlaeed Identifier 

KJ 1 11V1 1U W 1 1 KJl ITl loL/lClV-<t/VX XvlVwlllLlV^l 


Cii^TYPE OF MOLECULE* nentide 

l 11 1 1 X X IwV Vw/l ITl v/ IjLjV^ V L/L/ • L/VL/11VJ.W 


jij 


Unknown or A4icn1jtr*pd Tdpntifipr 

KJ 1 LTvl 1U W 1 1 KJl IVlloUiClvvVvvX XviVvllLlllv^l 


^iiiTYPF OF MOT FCIII F* nentide 

V^ll J X 1 1 lw/ V_/l IVI V_/ 1_>L< VwJ Xw/lw/ . L/vL/llUv^ 


546 


Unknown or \4icn1nppH Tdpntifipr 

KJ 1 1K1 IKJ W 1 1 KJl 1Y1 loUlavvCvX XUC111111C1 


fiiiTYPF OF MOI FCIII F* nentide 

\^ll J 1 1 1 Lw/ Vw/1 ITl V_/Xw(l_y V_^ V_^ l_vlwV . UvWJllllCf 


568 


Unknown or JMicnlappH Tdpntifipr 

KJ 1 lfvX IKJ W 1 1 VJ1 lVllojJldl^t'VJ XUtllllllCl 


CiiiTYPF OF MOI FCUI F* nentide 

^11 j 1 1 1 Vw/1 iVl VyXw<Xw(V_^ KJ l_/lw/ . L/vvL/LiUvv 


58Q 


Unknown or X^i^nl appH Tdpntifipr 

KJ I UvJ IKJ W 1 1 KJl iVllOLFld^t-U XUC111111C1 


CiiiTYPF OF MOI FCUI F* nentide 

^11 J A X 1 Lw/ Vw/1 iv ii ji /i .v .■ ji jIj- L/vvL/LiUv^ 


610 


Unknown or A^i^nlaeed Identifier 

KJ I llvl IKJ W 1 1 KJl 1V1 ISL/ldLc^U XUt-lllll lt-1 


CiiiTYPE OF MOLECULE* nentide 

111 / 1 X X 1J Vw/1 ITl Vw/ l_vJ— f V_ V-/ 1— *Xj . L/VvL/llVlVv 


632 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


648 


Entered (15) and Calc. Seq. Length (14) differ 


(A) LENGTH: 15 amino acids 


653 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


663 


Wrong Amino Acid Designator 


Thr Asp Leu Gin Lys Mt Val Met Gly Asn Thr Lys Pro Val 


674 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


696 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


717 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


738 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


760 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


781 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


802 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


824 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


845 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


866 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 
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888 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


909 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


930 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


952 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


973 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


994 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


1016 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


1037 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 
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\_/l 1 £^ 11 111! X wAl 


Corrected Text 


17 


fEY ZIP CODE* 15205-9741 


fEY ZIP' 15205-9741 


20 


fvYCOMPUTER-READABLE FORM* 


fvY COMPUTER READABLE FORM* 


44 


fivYANTISENSE' YES 


fivY ANTI-SENSE* YES 


65 


fivYANTISENSE* YES 


fivY ANTI-SENSE* YES 

W " J 4 ^ X X U 1^1 i W^X^ * X XJ*J 


86 


fivYANTISENSE- YES 

^ 1 V J fx 1^1 1 IJi^ll JL/i X l—*\J 


fivY ANTI-SENSE' YES 


107 


fivYANTISENSE* YES 


fivY ANTI-SENSE* YES 


128 


fivYANTISENSE* YES 


fivY ANTI-SENSE' YES 


149 


fivYANTISENSE* YES 


fivY ANTI-SENSE* YES 


170 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE- YES 

v j ill y X X kj l_/i vJ X_/ . X X^L> 


1 Q 1 


fivYANTTSFNSF- YFS 


fivY ANTI-SENSE- YES 

\i V / fill IX kj ~ JJj > 1 X^kJ 


212 


fivYANTISENSE* YES 


fivY ANTI-SENSE* YES 




fivYANTTSFNSF* YFS 


fivY ANTI-SENSE* YES 




fivYANTTSFNSF* YFS 


fivY ANTI-SENSE- YES 


275 


fivYANTISENSE* YES 

ylV JlxLy X Uull JL/ • X x^o 


fivY ANTI-SENSE* YES 

\iv / nil xx UL^i iui^< x x^kj 


296 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE* YES 


^17 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE* YES 

l IT / Jill X X kJX-fi 1 VJM—t t X X^d 


^8 


fivYANTTSFNSF* YFS 

^1 V J ixl. 1 1 XkJljll Jii ■ 1 JL/vJ 


fivY ANTI-SENSE* YES 


359 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE* YES 

11 T J ill 1X1 <J 1 J — J » X LjO 


380 


fivYANTTSFNSF* YFS 

\ 1 V Jixl 1 llJijll JUi X Ufk? 


fivY ANTI-SENSE* YES 

iii j mi xx kjiwi i vjm— i • x i_<kj 


401 


fivYANTISENSE* YES 

^1V Jlxi 1 1 XkJljll Ow< X I_sO 


fivY ANTI-SENSE* YES 


422 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE- YES 

i iv ) nil x x kjxjiitjLj< x i—i<j 


444 


fivYANTISENSE* YES 


fivY ANTI-SENSE- YES 


465 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE- YES 


486 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE- YES 

ii » / nil xx <J i^/i i i*j i^/ • x Xvkj 




fivYANTTSFNSF- YFS 


fivY ANTI-SENSE* YES 

w v / nil xx uiyiiui-'a x x^kj 


529 


fivYANTTSFNSF- YFS 


fivY ANTI-SENSE* YES 

1 1 v / mi xx x-d 1 1 u M—t » x x^kj 


550 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE* YES 

in j nil xx ijx<iiijlji x i_«kj 


572 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE' YES 

\ i v i nil xx Lii/iiuiji x i_/kj 


59^ 


fivYANTTSFNSF* YFS 


fivY ANTI-SENSE' YES 

yiV y nil X X kJ J—/1 1 kJ L_/ . X L^vJ 


614 


fivYANTTSFNSF* YES 


fivY ANTI-SENSE' YES 

y l V ^ nil XX klJbll)JL>i X J— <0 


636 


fivYANTTSFNSE- YES 


fivY ANTI-SENSE* YES 

^ 1 V y nil XX uLvliiJL^i X 


657 


fivYANTTSFNSF' YFS 


fivY ANTI-SENSE' YES 

^ 1 V ^ n 1 1 XX kJX^llL7X_<i 1 JL<k_/ 


678 


fivYANTTSFNSE- YES 


fivY ANTI-SENSE' YES 

^ 1 V y nil X X vj 1_/1 1 X_/ • X XvkJ 


700 


fivYANTTSFNSE* YES 


fivY ANTI-SENSE- YES 

yiV y nil X X OX^llkJX^t I X-/<J 


in 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


742 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


764 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


785 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


806 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


828 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


849 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


870 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


892 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


913 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


934 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


956 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


977 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


998 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 
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1020 (iv)ANTISENSE: YES (iv) ANTI-SENSE: YES 

1041 (iv)ANTISENSE: YES (iv) ANTI-SENSE: YES 



